MITOGENOME ANNOUNCEMENT
The complete mitochondrial genome of Sinularia ceramensis Verseveldt, 1977 (Octocorallia: Alcyonacea) (Benayahu et al. 2018 ). The genomic DNA was extracted by Rapid Animal Genomic DNA Isolation Kit (Sangon Biotech Co., Ltd., Shanghai, CN; NO. B518221). A genomic library was constructed followed by paired-end (2 Â 150 bp) next-generation sequencing, using the Illumina HiSeq X-ten sequencing platform (Tianjin, China). Quality checks for sequencing reads were carried out by FastQC (Andrews 2010 ) and the sequences were assembled and mapped to the reference Sinularia mitochondrial genome (Sinularia peculiaris, JX023274) with Spades v3.9.0 (Bankevich et al. 2012 ) and bowtie v2.2.9 (Langmead and Salzberg 2012). Putative tRNA gene was determined using ARWEN (http://130.235.46.10/ARWEN/) online software. All genes were annotated based on gene order on the reference mitochondrial map using BLAST analysis (https://blast.ncbi. nlm.nih.gov). In addition, to annotate PCGs, the position of start and stop codons were re-considered.
The complete mitogenome of S. ceramensis was 18,740 bp in length with 14 protein-coding genes (PCGs), 2 ribosomal RNAs (rRNAs), and 1 transfer RNA (tRNA-Met). The overall nucleotide composition of the major strand of the S. ceramensis mitogenome was as follows: 30.26% A, 16.44% C, 16.35% G, and 33.95% T, with a total G þ C content of 35.76%.
The tRNA-Met and four protein-coding genes (COX3, ATP6, ATP8, and COX2) were located on the light strand. All PCGs began with common ATG start codon. Stop codons included TAG (ND1, ND6, ND3, ND2, ND5, COX3, and COX2), TAA (CYTB, ND4L, mutS, ND4, ATP6, and ATP8) and non-complete codons T-(COX1).
The 12S ribosomal RNA and 16S ribosomal RNA were encoded on the heavy strand from 1583 to 2633 (1051 bp) and 9157 to 11124 (1968 bp), respectively, with 12S having a rather lower A þ T content (56.61% vs. 58.49%). The longest gap but a single overlap were determined between COX2/ COX1 (112 bp) and ND2/ND5 (À13 bp), respectively.
The phylogenetic relationship of S. ceramensis among order Alcyonacea was performed from a concatenated dataset consisting of the 14 PCGs and 2 rRNAs using the software MEGA 7.0.26 v. (Kumar et al. 2016 ) with 1000 bootstrap replicates and GTR model (Figure 1 ). According to the result, Alcyoniidae was divided into three separated clades while families Gorgoniidae, Briareidae, and Coralliidae were placed between Alcyoniidae clades. A comprehensive taxonomical
